: Concentrations required to inhibit the phosphorylation of abltide catalyzed by Abl kinase (IC50) using the BacKin assay, cytotoxicity against K562 cells and the net charge of MTAbl peptides. Data were fitted to a sigmoidal dose-response curve with variable slopes and analyzed with GraphPad Prism 6. Results shown here are the mean ± SEM from two independent experiments.
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Supplementary Figure S1 . Root mean square deviations of linear abltide/Abl complex over 50 ns molecular dynamics simulations from the first frame. The conformations in the initial frame is the one displayed in the crystal structure of abltide conjugated to an ATP-like molecule and bound to Abl kinase (PDB ID: 2g2f).
Supplementary Figure S2 . Model of the interaction between Abl kinase and MTAbl00, 01, 02, 03, 08, 09, 10 and 11. The models were refined using 20 ns molecular dynamics simulations. Abl kinase is represented in white cartoon, MTAbl peptides in blue cartoon, ATP molecule in orange sticks and magnesium ions as green spheres. The MTAbl peptide disulfide bonds and grafted epitope side chains are in stick representations.
Supplementary Figure S4 . The root mean square deviation of grafted sequences (graft rmsd) in MTAbl08, 09, 10 and 11. Graft rmsd is define as the backbone rmsd of the grafted peptides to the corresponding peptide segment displayed by linear abltide when in complex with Abl. 
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